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Supplementary Table 1 – PCR and pyrosequencing primers for IGF2/H19 CpG island loci 

amplification and analysis. 

 
Amplified region PCR and pyrosequencing primers Length (bp) Tohyb 

IGF2-DMR0-A2 
(2 CpGs) 

F: 5’bio-ATGAATGAGTATTTTTAGGGAAATTGTT-3’ 
R: 5’-TCCATATCCCCCCTAAATTTAACTTCT-3’ 
Seq: 5’-AGGGAAATTGTTTTGG-3’ 

166 bp 62.6oC 

IGF2-DMR0-A1 
(3 CpGs) 

F: 5’-GGGGGTTTTAGTAAAAGTTATTGG-3’ 
R : 5’bio-ACTCCTCCATCCACCCAAAATAATATCTA-3’ 
Seq: 5’-AGTAAAAGTTATTGGATATATAGT-3’ 

198 bp 60.2oC 

IGF2-DMR2 
(8 CpGs) 

F: 5’bio-GGGTTTTGGGTGGGTAGAGT-3’ 
R: 5’-CCAAAACAACTTCCCCAAAT-3’; 
Seq: 5’-GTTTGGTTTTTTTGAA-3' 

230 bp 60.2oC 

H19-DMR 
S1 (6 CpGs) 

F: 5'-bio-TGGGTATTTTTGGAGGTTTTTTT-3' 
R: 5'-ATAAATATCCTATTCCCAAATAA-3' 
Seq: 5’-TTTATYGTTTGGATGG-3’ 

239 bp 55.4oC 

F; Forward. R; Reverse. 


